We report a draft genome sequence for Microcystis aeruginosa KLA2. The total draft genome size is 5,213,465 bp with a GC content of 42.5%. The genome does not have genes indicative of microcystin production but does contain genes indicative of production of several other secondary metabolites.
comparative annotation using Rapid Annotation of microbial genomes using Subsystems Technology (RAST) 2.0 (7) identified 5,841 coding sequences and 263 subsystems. Based on both annotations, genes homologous to nitrate and urea ABC transporters and urease alpha-, beta-, and gamma-units were present, suggesting the capacity for using these nitrogen sources. Both annotations also identified genes homologous for gas vesicle production, suggesting a capacity for surface bloom formation.
A total of 9 Cas gene clusters and 35 CRISPR spacer regions with up to 8 CRISPR spacer repeats per region were detected with the CRISPRCasFinder (8) . The KLA2 draft genome sequence has 95.96 and 97.12% average nucleotide identity (two-way) (9) with the genomes of M. aeruginosa NIES-843 (10) and PCC 7806 (11), respectively, which both contain the microcystin gene cluster. Microcystin genes were not found in KLA2. Several other entire or partial secondary metabolite biosynthetic gene clusters were found using anti-SMASH 5.0 with default parameters (Table 1 ) (12) . The potential for secondary metabolite production in a non-microcystin-producing strain should contribute to investigations of the evolution and roles of secondary metabolites in cyanobacteria (13) and their potential impacts on aquatic ecosystems (14) .
Data availability. This whole-genome shotgun project has been deposited at DDBJ/ ENA/GenBank under the accession number VTRR00000000. The version described in this paper is version VTRR01000000. The study has been deposited under BioProject number PRJNA561215 and BioSample number SAMN12611847. The raw sequence reads are in the Sequence Read Archive under the numbers SRR10053317 and SRR10079464. 
